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Figure 1A : DNA sequence of the murine edg-5 RT-PCR clone 501 
(SEQ ID NO: 3) 

1 AACACTGGCCJ CGGTGTCGAA AACGTTGACC GTCAACCGCT GGTTCCTCCG 

51 CCAGGGGCTg CTAGACACCA GCCTGACTGC CTCCCTGGCC AATTTGCTGG 

101 TTATTGCTGT GGAAAGACAC ATGTCNATCA TGAGGATGAG AGTCCACAGC 

151 AACTTGACCA AAAAGCGGGT GACGCTGCTC ATTCTGCTGG TGTGGGCCAT 

201 CGCCATCTTC ATGGGGGCCG TCCCCACNCT GGGATGGAAT TGCCTCTGCA 

251 ACATCTCGGC CTGCTCTTCT CTGGCTCCCA TTTACAGTAG GAGTTACCTC 

301 ATTTTCTGGA CTGTGTCCAA CCTCCTGGCC TTCTTCATCA TGGTGGCGGT 

3 51 ATACGTACGC ATCTACATGT ATGTTAAAAG GAAAACCAAC GTCTTATCTC 

4 01 CACACACCAG TGGCTCCATC AGCCGCCGGA GGGCTCCCAT GAAGCTAATG 
4 51 AAGACAGTGA TGACCGTCTT AGGCGCCTTC GTGGTGTGCT GGACCCCGGG 
501 TCTGGTGGTT CTGCTGCTGG ACGGCCTGAA CTGCAAGCAG TGTAACGTGC 
551 AACACGTGAA GNGCTGGTTC CTGCTGCTCG CACTGCTCAA CTCCGTCATG 
601 AACCCCCTCA TCTACTGCCG CTCTCCNNAC TTTCCATGG 
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Figure IB: Sequence of full-length mEDG-5 cDNA insert and 
alignment with MEDG-5 amino acid sequence. Translation starts 
at nt 19 • Translation termination codon is located at nt 
1081-1083 

MNECHYDKRMDFFY 
GCACAGTTCTTGTCCACCATGAATGAGTGTCACTATGACAAGCGCATGGACTTTTTCTAC 
1 + + + + + + 60 

NRSNTDTADEWTGTKLVIVL 
AACAGGAGCAACACAGACACAGCGGACGAGTGGACAGGGACAAAGCTTGTGATCGTCCTG 



61 -- + + + + + + 120 

CVGTFFCLFI FFSNSLV IAA 
TGCGTGGGGACGTTCTTCTGCCTCTTTATATTTTTTTCTAACTCCCTGGTCATTGCTGCG 
12 i + + + + + + 180 

VITNRKFHFPFYYLLANLAA 
GTGATCACAAACCGGAAGTTCCACTTTCCCTTCTACTACCTGCTGGCTAACTTAGCTGCT 
1B1 + + + + + + 240 

ADFFAG I AYVFLMFNTG PVS 
GCGGATTTCTTCGCCGGAATCGCTTACGTGTTCCTGATGTTTAACACTGGCCCGGTGTCG 
24i + + + + + + 300 

KTLTVNRWFLRQGLLDTSLT 
AAAACGTTGACCGTCAACCGCTGGTTCCTCCGCCAGGGGCTCCTAGACACCAGCCTGACT 
301 + + + + + + 360 
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Figure IB (cont.) 

ASLANLLV I AV ERHMS I MRM 
GCCTCCCTGGCCAATTTGCTGGTTATTGCTGTGGAAAGACACATGTCAATCATGAGGATG 
361 + --" + + + + + 

rvhsnltkk'rvtllillvwa 
agagtccacagcaacttgaccaaaaagcgggtgacgctgctcattctgctggtgtgggcc 

4 2l + + + + + + 

IAIFMGAVPTLGWNCLCNIS 
ATCGCCATCTTCATGGGGGCCGTCCCCACGCTGGGATGGAATTGCCTCTGCAACATCTCG 
481 + + + + + + 

ACSSLAPIYSRSYLIFWTVS 
GCCTGCTCTTCTCTGGCTCCCATTTACAGTAGGAGTTACCTCATTTTCTGGACTGTGTCC 
541 + + + + - + + 

NLLAFFIMVAVYVRIYMYVK 
AACCTCCTGGCCTTCTTCATCATGGTGGCGGTATACGTACGCATCTACATGTATGTTAAA 
601 _ + + + + + + 

RKTNV LS PHTSGS ISRRRAP 
AGGAAAACCAACGTCTTATCTCCACACACCAGTGGCTCCATCAGCCGCCGGAGGGCTCCC 
661 + + + + + + 

MKLMKTVMTVLGA F VVCWTP 
ATGAAGCTAATGAAGACAGTGATGACCGTCTTAGGCGCCTTCGTGGTGTGCTGGACCCCG 
721 + + + + + + 

GLVVLLLDGLNCKQCNVQHV 
GGTCTGGTGGTTCTGCTGCTGGACGGCCTGAACTGCAAGCAGTGTAACGTGCAACACGTG 
781 + + + + + + 

KRWFLLLALLN SVMNPI IYS 
AAGCGCTGGTTCCTGCTGCTCGCACTGCTCAACTCCGTCATGAACCCCATCATCTACTCG 
841 + + + + + + 

YKDEDMYNTMRKMICCALQD 
TACAAGGACGAGGACATGTACAACACCATGCGGAAGATGATCTGCTGTGCCCTGCAGGAC 
901 + + + + +■ + 

SNTERRPSRNPSTIHSRSET 
AGCAATACCGAGAGGCGCCCCTCCCGCAACCCCTCCACCATCCACAGCAGGAGCGAGACG 
961 + + + + + + 

GSQYLE DS I SQGPVCNKNGS 
GGCAGCCAGTACCTGGAGGACAGCATCAGCCAGGGCCCGGTGTGCAATAAAAACGGCTCC 
1021 + + + + + + 

* 

TAAGCCACGGACGCCTCCGCCCTCTTCCCCTGGGGAAAGAGCTGTTAAGCGTCCTCACCT 



480 



540 



600 



660 



720 



780 



840 



900 



960 



1081 



GTCTCACAAAGCACGTGGACAGGGTTGTTTGAGGGCTCCATGCATCACTTCTGGGGCTTT 



1141 



+ 
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Figure IB (cont.) 

TAAGTTTTCATGGTCAAGGAAAATAGATTTACGGCGTTTAGTAAAGCGCACAGGAAAGGG 
1201 + + + + + + 1260 

AGAGATGAGCAGTGGGTTCCGGCTTGTCTGTGATCCGCTCCCAACATCCTCCAGCTCTTG 
126 1 + + + + + + 1320 

CGAGAGCATGCTGGGCTCTGTCACCATCTTGCCACCATTGTCTGTGTGTTTTCAATGATG 
1321 + + + + + + 1380 

GTGTTGAAAGTCCTAGGTCAAAAGAAAGTAGTAAATAATGGTACCTGAGCCCCCCATTGT 
1381 + + + + + + 1440 

GTGGCTACTAGATTCTGTAGTTGTTTCCGCATGGGTTTAAAATGTTCAGAAAAATATTTT 
1441 + + + + + + 1500 

AGCAGTGAACTTTGATTTCCTCAGAGAAGCCATGGCCAGGAGCTAGGTGGGCAACTGTAT 
1501 + + + + + —+ 1560 

AGTAGAGTAAGTGATGATATTGACCGGTAGGTTG7VACTTCTTCCAAATAGCGTCAAATAT 
1561 + + + + + + 1620 

GAGCACGATTAGATCTTCAGTCTTGGTTATCAGGATACCGCTGAGGGGCTTGCTGGATCC 
1621 + + + + + + 1680 

CAAGTGCAAAGTAATTGCACATCGAGTATTTTAACCAAAGCTGCCAGCGTATTCTATCTT 
1681 + + + + + + 1740 

GTGGACTGCATTTTGATCTTGTATTTTTCTCCTTCAAAGACCTCTGAAAGGTAGATCAGT 
174 i + + + + + + 1800 



TAAAAACAAAAATAGTGTTCATACACATAGGCTACTGACCAGTGTTTTCGGTGTAAGACG 
(. + + ^ h + 

TTTAGAGTGTATCTGACAAAGTAAGAATAACTTCAAGGCAGGCACTATGGTATTTATGTA 



1861 



-+ 1920 



GCTTGCAAACGTTTACATGTTCTCTCTCTCTCTCTCTCTCCCCTCTGCTGTTGTGATGTA 
1921 + + + + + + 1980 

ACATTTATGTGCACAAACTACTTGTAATAAAATATTTTAAGAAGCAAAAAAAA 
1981 + + + + + --- 2033 



Figure 2: Predicted amino acid sequence of Mouse partial EDG-5 
cDNA. X represents an amino acid which cannot be assigned due 
to poor sequencing information from direct PCR sequencing 

1 NTGPVSKTLT vnrwflrqgl ldtsltasla nllviaverh msimrmrvhs 

51 NL.TKKRVTL.L ILLVWAIAIF MGAVPTLGWN CLCNISACSS LAPIYSRSYL 

101 IFWTVSNLLA FFIMVAVYVR IYMYVKRKTN VLSPHTSGSI SRRRAPMKLM 

151 KTVMTVLGAF WCWTPGLW LLLDGLNCKQ CNVQHVKXWF LLLALLNSVM 

201 NPLIYCRSPX FPW 
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Figure 3A: Nucleotide sequence of a hEDG-5 cDNA inserted into 

pcDNA3 (SEQ ID NO: 13) 

Start and stop codons underlined. 

1 gaattcgcgg ccgcgtcgac gttcaCTTCT CCACAATGAA TGAGTGTCAC 

51 TATGACAAGC ACATGGACTT TTTTTATAAT AGGAGCAACA CTGATACTGT 

101 CGATGACTGG ACAGGAACAA AGCTTGTGAT TGTTTTGTGT GTTGGGACGT 

151 TTTTCTGCCT GTTTATTTTT TTTTCTAATT CTCTGGTCAT CGCGGCAGTG 

201 ATCAAAAACA GAAAATTTCA TTTCCCCTTT TACTACCTGT TGGCTAATTT 

251 AGCTGCTGCC GATTTCTTCG CTGGAATTGC CTATGTATTC CTGATGTTTA 

3 01 ACACAGGCCC AGTTTCAAAA ACTTTGACTG TCAACCGCTG GTTTCTCCGT 
351 CAGGGGCTTC TGGACAGTAG CTTGACTGCT TCCCTCACCA ACTTGCTGGT 

4 01 TATCGCCGTG GAGAGGCACA TGTCAATCAT GAGGATGCGG GTCCATAGCA 
451 ACCTGACCAA AAAGAGGGTG ACACTGCTCA TTTTGCTTGT CTGGGCCATC 
501 GCCATTTTTA TGGGGGCGGT CCCCACACTG GGCTGGAATT GCCTCTGCAA 
551 CATCTCTGCC TGCTCTTCCC TGGCCCCCAT TTACAGCAGG AGTTACCTTG 
601 TTTTCTGGAC AGTGTCCAAC CTCATGGCCT TCCTCATCAT GGTTGTGGTG 
651 TACCTGCGGA TCTACGTGTA CGTCAAGAGG AAAACCAACG TCTTGTCTCC 
701 GCATACAAGT GGGTCCATCA GCCGCCGGAG GACACCCATG AAGCTAATGA 
751 AGACGGTGAT GACTGTCTTA GGGGCGTTTG TGGTATGCTG GACCCCGGGC 
801 CTGGTGGTTC TGCCCCTCGA CGGCCTGAAC TGCAGGCAGT GTGGCGTGCA 
851 GCATGTGAAA AGGTGGTTCC TGCTGCTGGC GCTGCTCAAC TCCGTCGTGA 
901 ACCCCATCAT CTACTCCTAC AAGGACGAGG ACATGTATGG CACCATGAAG 
951 AAGATGATCT GCTG CTTCTC TCAGGAGAAC CCAGAGAGGC GTCCCTCTCG 

10 01 CATCCCCTCC ACAGTCCTCA GCAGGAGTGA CACAGGCAGC CAGTACATAG 

1051 AGGATAGTAT TAGCCAAGGT GCAGTCTGCA ATAAAAGCAC TTCCTAAACT 

1101 CTGGATGCCT CTYGGCCCAC CCAGGCCTCC TCTGGGAAAA GAGCTGTTAA 

1151 GAATGATTAC CTGTCTCTAA CAAAGCCCAT GTACAGTGTT ATTTGAGGTC 

12 01 TCCATTAATC ACTGCTAGAT TTCTTTAAAA AATTTTTTTT CATAGTTTAA 

1251 AAGCATGGGC AGTAAAGAGA GGACCTGCTG CATTTAGAGA AAGCACAGgt 

1301 cgacgcggcc gcgaattctt ttgcttttta ccctggaaga aatactcgag 

1351 catgcat 



4/13 



* ■ u V „ *• ^ *-* L - ^ * * * - ? 



09/581 



rij 



WO 99/33972 W W PCT/CA98/01 193 

Figure 3B: cDNA sequence of clone pC3 -hEDG5#3 . 4 from the 
region encoding a hEDG5 polypeptide 

1 ATGAATGAGT GTCACTATGA CAAGCACATG GACTTTTTTT ATAATAGGAG 

51 CAACACTGAT ACTGTCGATG ACTGGACTGG AACAAAGCTT GTGATTGTTT 

101 TGTGTGTTGG GACGTTTTTC TGCCTGTTTA TTTTTTTTTC TAATTCTCTG 

151 GTCATCGCGG CAGTGATCAA AAACAGAAAA TTTCATTTCC C CTTCT ACTA 

201 CCTGTTGGCT AATTTGGCTG CTGCCGATTT CTTCGCTGGA ATTGCCTATG 

251 TATTCCTGAT GTTTAACACA GGCCCAGTTT CAAAAACTTT GACTGTCAAC 

3 01 CGCTGGTTTC TCCGTCAGGG GCTTCTGGAC AGTAGCTTGA CTGCTTCCCT 
351 CACCAACTTG CTGGTTATCG CCG TGG AG AG GCACATGTCA ATCATGAgGA 

4 01 TGCGGGTCCA TAGCAACCTG ACCAAAAAGA GGGTGACACT GCTCATTTTG 
451 CTTGTCTGGG CCATCGCCAT TTTTATGGGG GCGGTCCCCA CACTGGGCTG 

5 01 GAATTGCCTC TGCAAcATCT CTGCCTGcTC TTCCCTGGCC CCCATTTACA 

5 51 GCAGGAGTTA CCTTGTTTTc TGGACAGTGT CCAACCTCAT GGCCTTCCTc 

6 01 ATCATGGTTG TGGTGTACCT GCGGATCTAC GTGTACGTCA AGAGGAAAAC 
651 CAACGTCTTG TCTCCGCATA CAAGTGGGTC CATCAGCCGC CGGAGGACAC 

7 01 CCATGAAGCT AATGAAGACG GTAATGACTG TCTTAGGGGC GTTTGTGGTA 
751 TGCTGGACCC CGGGCCTGGT GGTTCTGCTC CTCGACGGCC TGAACTGCAG 
801 GCAGTGTGGC GTGCAGCATG TGAAAAGGTG GTTCCTGCTG CTGGCGCTGC 
851 TCAACTCCGT CGTGAACCCT ATCATCTACT CCTACAAGGA CGAGGACATG 
901 TATGGCACCA TGAAGAAGAT GATCTGCTGC TTCTCTCAGG AGAACCCAGA 
951 GAGGCGTCCC TCTCGCATCC CCTCCACAGT CCTCAGCAGG AGTGACACAG 

10 01 GCAGCCAGTA CATAGAGGAT AGTATTAGCC AAGGTGCAGT CTGCAATAAA 

10 51 AGCACTTCCT AA 
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Figure 3C: cDNA sequence of clone pC3-hEDG5#2 8 from the region 
encoding a hEDG5 polypeptide . 

1 ATGAATGAGT GTCACTATGA CAAGCACATG GACTTTTTTT ATAATAGGGG 

51 CAACACTGAT ACTGTCGATG ACTGGACAGG AACAAAGCTT GTGATTGTTT 

101 TGTGTGTtGG GACGTTTTTC TGCCTGTTTA TTTTTTTTTC TAATTCTCTG 

151 GTCATCGCGG CAGTGATCAA AAACAGAAAA TTTCATTTCC CCTTCTACTA 

201 CCTGTTGGCT AATTTAG CTG CTGCCGATTT CTTCGCTGGA ATTGCCTATG 

2 51 TATTCCTGAT GTTTAACACA GGCCCAGTTT CAAAAACTTT GACTGTCAAC 

301 CGCTGGTTTC TCCGTCAGGG GCTTCTGGAC AGTAGCTTGA CTGCTTCCCT 

351 CACCAACTTG CTGGTTATCG CCGTGGAGAG GCACATGTCA ATCATGAGGA 

401 TGCGGGTCCA TAGCAACCTG ACCAAAAAGA GGGTGACACT GCTCATTTTG 

4 51 CTTGTCTGGG CCATCGCCAT TTTTATGGGG GCGGTCCCCA CACTGGGCtG 

501 GAATTGCCTC TGCAAcATcT CTGCCTGcTC TTCCCTGGCC CCCATTTACA 

551 GCAGGAGTTA CCTTGTTTTC TGGACAGTGT CcAACCTCAT GGCcTTCCTC 

601 ATCATGGTTG TGGTGTACCT GCGGATCtAC GTGtACGTCA AGAGGAAAAC 

651 CAAcGTCTTG TCTCCGCAtA CAAGTGGGTC CATCAGCCGC CGGAGGACAC 

701 CCATGAAGCT AATGAAGACG GTGATGACTG TCTTAGGGGC GTTTGTGGTA 

751 TGCTGGACCC CGGGCCTGGT GGTTCTGCTC CTCGACGGCC TGAACTGCAG 

801 GCAGTGTGGC GTGCAGCATG TGAAAAGGTG GTTCCTGCTG CTGGCGCTGC 

851 TCAACTCCGT CGTGAACCCC ATCATCTACT CCTACAAGGA CGAGGACATG 

901 TATGGCACCA TGAAGAAgAT GATCTGCTGC TTCTCTCAGG AGAACCCAGA 

951 GAGGCGTCCC TCTCGCATCC CCTCCACAGT CCTCAGCAGG AGTGACACAG 

1001 GCAGCCAGTA CAT AG AG GAT AGTATTAGCC AAGGTGCAGT CTGCAATAAA 

1051 AGCACTTCCT AA 
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Figure 4A: Aligned hedg-5 cDNA and predicted amino acid 
sequence. The first 250 bp of DNA sequence (lower case) is 
derived from genomic DNA flanking the 5' end of the cDNA 
insert from clone pC3-hedg-55. Sequences from nt 251-1523 are 
shown in lower case wherever apparent polymorphisms in 
different human clones were found. Coding region polymorphisms 
are detailed in Table 1. One intron exists within the coding 
region of hedg-5, located between nt 996/997 of the cDNA 
sequence shown. 

caccttcctaacctgagcggcctagcctgggaaacaaacaattaaaatgtgcgctaaatg 

1 + + + + + + 60 

gtggaaggattggactcgccggatcggaccctttgtttgttaattttacacgcgacttac 

ctgtggtaggaggtcaggggctatgtcctggaccaaaggacatttgcactgagacccgac 

61 + + + + + + 120 

gacaccatcctccagtccccgatacaggacctggtttcctgtaaacgtgactctggactg 

acttcaggtcttcaactcccttgatgggagttagccagaacgggcttagaaacagcaatt 

121 + + + + + + 180 

Q tgaagt ccagaagt tgagggaac t accc tcaa t cggt c t tzgcccgaa t c tttgt car taa 

iJl gatggcttagtgactgattttacaaatgatatttgtttcttctttaaatttctttcnagg 

jLj 18 l + + + + + + 240 

!T ctaccgaatcactgactaaaatgtttactataaacaaagaagaaatttaaagaaagatcc 

fU MNECHYD KHMDFFY 

Ul atgttcactt CTTCTCC ACAATGAATGAGTGTCACTATG AC AAGC AC ATGG ACTTTTTTT 

fU 241 + + + + + + 300 

s tacaagtgaagaagAGGTGTTACTTACTCACAGTGATACTGTTCGTGTACCTGAAAAAAA 

f%\ NRSNTDTVDDWTGTKLVIVL 
™ ATAATAGGAGCAACACTGATACTGTCGATGACTGGACAGGAACAAAGCTTGTGATTGTTT 

^ 301 + + + + + + 360 

^ TATTATCCTCGTTGTGACTATGACAGCTACTGACCTGTCCTTGTTTCGAACACTAACAAA 

f=i 

O CVGTFFCLFIFFSNSLVIAA 

TGTGTGTTGGGACGTTTTTCTGCCTGTTTATTTTTTTTTCTAATTCTCTGGTCATCGCGG 

361 + + + + + + 420 

AC AC AC AAC C CTGC AAAAAG ACGG AC AAATAAAAAAAAAG ATT AAG AG ACC AG T AG CG C C 

VIKNRKFHFPFYYLLANLAA 
CAGTGATCAAAAACAGAAAATTTCATTTCCCCTTTTACTACCTGTTGGCTAATTTAGCTG 

421 + + + + + . + 480 ; 

GTCACTAGTTTTTGTCTTTTAAAGTAAAGGGGAAAATGATGGACAACCGATTAAATCGAC 

ADFFAG IAYVFLMFNTGPVS 
CTGCCGATTTCTTCGCTGGAATTGCCTATGTATTCCTGATGTTTAACACAGGCCCAGTTT 

481 + + + + + + 540 

GACGGCTAAAGAAGCGACCTTAACGGATACATAAGGACTACAAATTGTGTCCGGGTCAAA 

KTLTVNRWFLRQGLLDSSLT 
CAAAAACTTTGACTGTCAACCGCTGGTTTCTCCGTCAGGGGCTTCTGGACAGTAGCTTGA 

541 + + + + + + 600 

GTTTTTGAAACTGACAGTTGGCGACCAAAGAGGCAGTCCCCGAAGACCTGTCATCGAACT 
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Figure 4 A (cont.) 

ASLTNLLVIAVERHMS I M R M 
CTGCTTCCCTCACCAACTTGCTGGTTATCGCCGTGGAGAGGCACATGTCAATCATGAGGA 

601 + + + + + + 660 

GACGAAGGGAGTGGTTGAACGACCAATAGCGGCACCTCTCCGTGTACAGTTAGTACTCCT 

RVHSNLTKKRVTLLI LLVWA 
TGCGGGTCCATAGCAACCTGACCAAAAAGAGGGTGACACTGCTCATTTTGCTTGTCTGGG 

661 + + + + 4- + 720 

ACGCCCAGGTATCGTTGGACTGGTTTTTCTCCCACTGTGACGAGTAAAACGAACAGACCC 

IAI FMGAVPTLGWNCL CNI S 
CCATCGCCATTTTTATGGGGGCGGTCCCCACACTGGGCTGGAATTGCCTCTGCAACATCT 

721 + + + + + + 780 

GGTAGCGGTAAAAATACCCCCGCCAGGGGTGTGACCCGACCTTAACGGAGACGTTGTAGA 

ACSSL.APIYSRSYLVFWTVS 
CTGCCTGCTCTTCCCTGGCCCCCATTTACAGCAGGAGTTACCTTGTTTTCTGGACAGTGT 

781 + + + + + + 8 40 

GACGGACGAGAAGGGACCGGGGGTAAATGTCGTCCTCAATGGAACAAAAGACCTGTCACA 



m 



NLMAFLIMVVVYXjR I YVYVK 
CCAACCTCATGGCCTTCCTCATCATGGTTGTGGTGTACCTGCGGATCTACGTGTACGTCA 

841 + + + + + -+ 900 

GGTTGGAGTACCGGAAGGAGTAGTACCAACACCACATGGACGCCTAGATGCACATGCAGT 

RKTNVLSPHTSGS ISRRRTP 
AGAGGAAAACCAACGTCTTGTCTCCGCATACAAGTGGGTCCATCAGCCGCCGGAGGACAC 

901 + + --- + + 4- + 960 

TCTCCTTTTGGTTGCAG/iACAGAGGCGTATGTTCACCCAGGTAGTCGGCGGCCTCCTGTG 

MKLMKTVMTVLGAFVVCWTP 
CCATGAAGCTAATGAAGACGGTGATGACTGTCTTAGGGGCGTTTGTGGTATGCTGGACCC 

961 + + + + + + 1020 

GGTACTTCGATTACTTCTGCCACTACTGACAGAATCCCCGCAAACACCATACGACCTGGG 



Q GLVVLPLDGLNCRQCGVQHV 
Q CGGGCCTGGTGGTTCTGCCCCTCGACGGCCTGAACTGCAGGCAGTGTGGCGTGCAGCATG 

1021 + + + + + + 1080 

GCCCGGACCACCAAGACGGGGAGCTGCCGGACTTGACGTCCGTCACACCGCACGTCGTAC 

KRWFLLLALLNSVVNP I IYS 
TGAAAAGGTGGTTCCTGCTGCTGGCGCTGCTCAACTCCGTCGTGAACCCCATCATCTACT 

1081 + + + + + + H40 

ACTTTTCCACCAAGGACGACGACCGCGACGAGTTGAGGCAGCACTTGGGGTAGTAGATGA 

YKDEDMYGTMKKM I CC FSQE 
CCTACAAGGACGAGGACATGTATGGCACCATGAAGAAGATGATCTGCTGCTTCTCTCAGG 

1141 + + - ---+--- + + + 1200 

GGATGTTCCTGCTCCTGTACATACCGTGGTACTTCTTCTACTAGACGACGAAGAGAGTCC 

NPERRPSRIPSTVLSRSDTG 
AGAACCCAGAGAGGCGTCCCTCTCGCATCCCCTCCACAGTCCTCAGCAGGAGTGACACAG 

1201 + + + + + + 1260 

TCTTGGGTCTCTCCGCAGGGAGAGCGTAGGGGAGGTGTCAGGAGTCGTCCTCACTGTGTC 

SQYIEDSISQGAVCNKSTS * 
GCAGCCAGTACATAGAGGATAGTATTAGCCAAGGTGCAGTCTGCAATAAAAGCACTTCCT 

1261 + + + + + + 1320 

CGTCGGTCATGTATCTCCTATCATAATCGGTTCCACGTCAGACGTTATTTTCGTGAAGGA 
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Figure 4A (cont.) 

AAACTCTGGATGCCTCTYGGCCCACCCAGGCCTCCTCTGGGAAAAGAGCTGTTAAGAATG 

1321 + + + + - + + 1380 

TTTGAGACCTACGGAGARCCGGGTGGGTCCGGAGGAGACCCTTTTCTCGACAATTCTTAC 

ATTACCTGTCTCTAACAAAGCCCATGTACAGTGTTATTTGAGGTCTCCATTAATCACTGC 

1381 + + + + + + 1440 

TAATGGACAGAGATTGTTTCGGGTACATGTCACAATAAACTCCAGAGGTAATTAGTGACG 

TAGATTTCTTTAAAAAATTTTTTTTCATAGTTTAAAAGCATGGGCAGTAAAGAGAGGACC 

1441 + + + + + + 1500 

ATCTAAAGAAATTTTTTAAAAAAAAGTATCAAATTTTCGTACCCGTCATTTCTCTCCTGG 

TG CTG C ATTT AG AG AAAG C AC AG 

1501 + + --- 1523 

ACGACGTAAATCTCTTTCGTGTC 



Figure 4B: Predicted amino acid sequence of hEDG5 encoded by 
_ clone pC3-hEDG5#3 .4 

Ul 1 MNECHYDKHM DFFYNRSNTD TVDDWTGTKL VIVLCVGTFF CLFIFFSNSL 

Go 

r7 51 VIAAVIKNRK FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN 

?» 101 RWFLRQGLLD SSLTASLTNL LVIAVERHMS IMRMRVHSNL TKKRVTLLIL 

r ^ 151 LVWAIAIFMG AVPTLGWNCL CNISACSSLA PIYSRSYLVF WTVSNLMAFL 

|=* 2 01 IMVWYLRI Y VYVKRKTNVL SPHTSGSISR RRTPMKLMKT VMTVLGAFW 

251 CWTPGLWLL LDGLNCRQCG VQHVKRWFLL LALLNSWNP IIYSYKDEDM 
301 YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVCNK 
351 STS 

Figure 4C: Predicted amino acid sequence of hEDG5 encoded by 
clone pC3-hEDG5#2 8. 

1 MNECHYDKHM DFFYNRGNTD TVDDWTGTKL VIVLCVGTFF CLFIFFSNSL 

51 VIAAVIKNRK FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN 

101 RWFLRQGLLD SSLTASLTNL LVIAVERHMS IMRMRVHSNL TKKRVTLLIL 

151 LVWAIAIFMG AVPTLGWNCL CNISACSSLA PIYSRSYLVF WTVSNLMAFL 

201 IMVWYLRIY VYVKRKTNVL SPHTSGSISR RRTPMKLMKT VMTVLGAFW 

251 CWTPGLWLL LDGLNCRQCG VQHVKRWFLL LALLNSWNP IIYSYKDEDM 

301 YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVCNK 

351 STS 
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Figure 5A: Alignment of predicted amino acid sequences of 
HEDG5 translation products of clones pC3 -hEdg5#3 . 4 , pC3-hEdg5- 
3 and pC3 -hEdg5#28 . Amino acid substitutions are indicated in 
reverse bold text . 



he5#3 .4_981216 
hsedg5 
he5#28 981215 



he5#3 .4_981216 
hsedgS 
he5#28 981215 



he5#3 .4_981216 
hsedg5 
he5#28 981215 



he5#3 .4_981216 
hsedgS 
he5#28 981215 



he5#3. 4_981216 
hsedgS 
he5#28 981215 



he5#3 .4_981216 
hsedgS 
he5#28 981215 



he5#3 .4_981216 
hsedgS 
he5#28 981215 



1 50 

MNECHYDKHM DFFYNRSNTD TVDDWTGTKL VIVLCVGTFF CLFIFFSNSL 

MNECHYDKHM DFFYNRSNTD TVDDWTGTKli VIVLCVGTFF CLFIFFSNSL 

MNECHYDKHM DFFYNRSNTD TVDDWTGTKL VIVLCVGTFF CLFIFFSNSL 



51 100 

VIAAVIKNRK FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN 

VIAAVIKNRK FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN 

VIAAVIKNRK FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN 

101 ISO 

RWFLRQGLLD SSLTASLTNL LVIAVERHMS IMRMRVHSNL TKKRVTLLIL 

RWFLRQGLLD SSLTASLTNL LVIAVERHMS IMRMRVHSNL TKKRVTLLIL 

RWFLRQGLLD SSLTASLTNL LVIAVERHMS IMRMRVHSNL TKKRVTLLIL 

151 200 

LVWAIAIFMG AVPTLGWNCL CNISACSSLA PIYSRSYLVF WTVSNLMAFL 

LVWAIAIFMG AVPTLGWNCL CNISACSSLA PIYSRSYLVF WTVSNLMAFL 

LVWAIAIFMG AVPTLGWNCL CNISACSSLA PIYSRSYLVF WTVSNLMAFL 

201 250 

IMVWYLRIY VYVKRKTNVL SPHTSGSISR RRTPMKLMKT VMTVLGAFW 

IMVWYLRIY VYVKRKTNVL SPHTSGSISR RRTPMKLMKT VMTVLGAFW 

IMVWYLRIY VYVKRKTNVL SPHTSGSISR RRTPMKLMKT VMTVLGAFW 

251 300 

CWTPGLWLL LDGLNCRQCG VQHVKRWFLL LALLNSWNP I IYSYKDEDM 

CWTPGLWLg LDGLNCRQCG VQHVKRWFLL LALLNSWNP I IYSYKDEDM 

CWTPGLWLL LDGLNCRQCG VQHVKRWFLL LALLNSWNP I IYSYKDEDM 

301 350 

YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVCNK 

YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVCNK 

YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVCNK 



351 

he5#3 .4_981216 STS- 
hsedgS STS- 
he5#28 981215 STS- 
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Figure 5B : Alignment of the amino acid sequence of the murine 
edg-5 with the amino acid sequence of the human edg-5 of the 
pC3-hEdg5-3 ,4 clone. 



SCORES Initl: 1981 Initn: 2155 Opt: 2170 z-score: 384.5 E() 

Smith -Waterman score: 2170; 91.2% identity in 354 aa overlap 
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10 20 30 40 50 60 

MEDG5 ^4NECHYDKRMDFFYNRSNTDTADEWTGTKLVIVLCVGTFFCLFIFFSNSLVIAAVITNRK 

I I I I I I I h M I I I I II I I I h I : I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III. 
HEDG5 -3.4 MNECHYDKHI^FFYNRSNTDTVDDWTGTKiVIVLCVGTFFCLFIFFSNSLVIAAVIKNRK 

10 20 30 40 50 60 

70 80 90 100 110 120 

MEDG5 FHFPFYYLLANLAAADFFAGIAYVFIiMFNTGPVSKTLTVNRWFLRQGLLDTSLTASLANL 

IMM MM IIIMM MMMIMMMMIMM III Ml MIMIMMM MMM 

HEDG5 -3.4 FHFPFYYLLANLAAADFFAGI AYVFLMFNTGPVSKTLTVNRWFLRQGLLDSSLTASLTNL 

70 80 90 100 110 120 



130 140 150 160 170 180 

MEDG5 LVIA^RHMSIMRMRVTiSNLTKKJ^VTLLILLVWAIAIFMGAVPTLGWNCLCNISACSSLA 

I I I I ! I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I I ! I ! I I I i I ! I I 
HEDG5-3 . 4 LVIAVERHMSIMRMRVTiSNLTK^VTLLILLWAIAIFMGAVPTLGWNCLCNISACSSLA 

130 140 150 160 170 180 



190 200 210 220 230 240 

MEDG5 PIYSRSYLIFWTVSNLIJVFFirWAVYVRIYMYVKRKTNVLSPHTSGSISRRRAPMKIiMKT 

I I I I I I I h I I I I II h I h I I I M h I I h I I I I I I I I I I I M I M I I I I I : I I II I M 
HEDG5-3 . 4 PI YSRSYLVFWTVSNLMAFLIMVVWLRI YVYV 

190 200 210 220 230 240 

250 260 270 280 290 300 

MEDG5 VMTVLGAFVVCWTPGLVVLLLDGLNCKQCNVQHVKRWFLLIiALLNSVMNPIIYSYKDEDM 

IIMM I I Ml IM II II I III I MMI Ml Mi M M Ml II I I 11 M I Ml MM Ml 

HEDG5 - 3 - 4 VMTVLGAFWCWTPGLWLLIiDGLNCRQCGVQKVKRWFLLLALLNS WNPI I YS YKDEDM 

250 260 270 280 290 300 



310 320 330 340 350 

MEDG5 YNTMRKMICCALQDSNTERRPSRNPSTIHSRSETGSQYLEDS ISQGPVCNKNGS 

I : I I : I I I I I h I I I I I I I MM I I h I I I I I : I I I I I I I M I M I 
HEDG5-3 .4 YGTMKKMICCFSQE-NPERRPSRIPSTVLSRSDTGSQYIEDSISQGAVCNKSTS 

310 320 330 340 350 
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Figure 6 
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Figure 7 
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